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PREDICTION OF PROTEIN COMPLEX TOPOLOGY
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Biochemical purification of affinity-tagged baits followed by
MS identification of copurifying preys
Split proteins Assay/Readout


















SnapShot: Protein-Protein Interaction 
Networks
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Experimental Methods for Charting Protein-Protein Interaction Networks





































Visualization Tools for Biological Networks
Cytoscape, www.cytoscape.org; NAViGaTOR, www.ophid.utoronto.ca/navigator; Osprey, www.biodata.mshri.on.ca/osprey/servlet/Index.
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